PARK I E R4 H 34 % 1 201941 H ] Mod Lab Med, Vol. 34,No. 1,Janua. 2019 83

e A i i S A v 1) A1 18 4 780 B IRl b e Sk 24 P 5 B

(RIR PG E BRI 430071D)

KA R R B A R ke e

LR EN:E S

 E:BEH TRk AT A WAk &, Ak KEXRAKF P

B E K 2015~2017 fF 6 R f il B 4 55 B 69 10 H&?'j MH., XA XEBEMEZIE Vitek 2 Compact 4 B s %5 & '1’3 AW & %3t
TR R A BRI 4 %’»ifaz:fix%yu BT FF oA A MAFA AR R N £ 455 69 R & 848 B8 (ERIC-PCR) #f

e
#AT A E 4 A, KA Cluster 3. 0 %43 PCR ¥ in = %#w ;4}% R OI0HRINMHE LA 3 FAEARFL%.B
BE3HL.DE G AR.DBE TR B LFEE. Y E 60. 7}*1/ MAP 2,3.4,5 8 T HASARE, RE R BN k 1,6,7,9
Fo 10 5 H AR ;10 #0011 A rﬁlm?wm %/7 80 ERRE Lifﬁ\f% 80.0% .2 =, L’Qﬁ%’-?&&fﬁ\ + E ¥ £ 100.
BB 3 BT R e R ARORFR A 80. 4 5% 10 '*fﬁ%* 8 5 A= 9 5 A A0 R R AT 80. 5Fa 2 5.5
O BIREKRT 70.0%, &t N Fj BAEG G, R 5V R AR ENS fﬁ&;wj ] 'xqu W9 Ak B R 0 AR
A AT R G ATk TR B R S RS R AR TR wR kTR R RGNS T .
KT VDTV TE 5 MLV 53 Y 5 B PR 43 Y it 245 1 5 W A T Rk DA ) o 5 s 1) ) 3R 5 il e 2 1 5 (] 5P 0 B
FESES:378.22;R446.5 XEAREML:A XEHS:1671-7414(2019)01-083-03
doi:10. 3969/j. issn. 1671-7414. 2019. 01. 021

Typing and Homology and Resistance Analysis of Salmonella

0!
5 F= 6 %f

in Clinical Bloodstream Infection
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Abstract: Objective To investigate the relationship between serotyping, gene homology,drug-resistant plasmids and bacterial
resistance of Salmonella in clinical blood infection. Methods 10 strains of Salmonella isolated from clinical blood stream in-
fection in Zhongnan Hospital of Wuhan University during the past 2015~2017 years were collected. The strains identifica-
tion and drug sensitive test were performed by French BioMerieux Vitek 2 Compact automatic identification and drug sensi-
tivity detection system,serological typing was carried out according to the national standard, genotyping was conducted by
enterobacterial repetitive intergenic consensus sequence polymerase chain reaction (ERIC-PCR) ,clustering analysis was done
using Cluster 3 software for PCR amplification products. Results 10 strains of Salmonella contained 3 serum groups, 1
strain of A group,3 strains of B group,6 strains of group D respectively,D group was the dominant serogroup,accounted for
60.0% ,10 strains of Salmonella containing plasmid were strain 2, strain 3, strain 4 ,strain 5, strain 8,and no plasmid contai-
ning bacteria strain 1,strain 6, strain 7, strain 9, strain 10,10 strains Salmonella resistant rate to ampicillin were 80.0% ,
levofloxacin intermediary rate reached 80 % . but their sensitive rates to the third or fourth generation cephalosporins and car-
bapenems were 100. 0% , their sensitive rate to compound sulfanilamide was 80.0%. The gene homology between strain 4
and strain 10 was more than 80. 0% ,strain 9 and strain 8 homology was also over 80. 0% , the gene homology between strain
1 and strain 2 and between strain 5 and strain 6 was over 70. 0%. Conclusion There were some plasmids on some Salmo-
nella strains which implied the level of drug resistance. Salmonella resistance rates to ampicillin and ampicillin/sulbactam
were high.but they were very sensitive to ceftazidime.and so the treatment of bloodstream infection has better to select the
third or fourth generation ceftazidime or imipenem and employ deescalation therapy strategy.
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